**Introduction:** Influenza A viruses (IAV) represent a major global challenge to the health of both humans and animals. They can cause severe respiratory diseases and are associated with regular epidemics and occasional pandemics due to their antigenic changes and wide host range. While many aspects of camels had been revealed after the emergence of the Middle East Respiratory Syndrome-Coronavirus (MERS-CoV), it is not really known whether or not these dromedaries could represent unrecognized host of IAV. Given that Saudi Arabia harbors thousands of camels and imports several other thousands from Africa every year, here we set to investigate the presence of IAV in dromedaries in Saudi Arabia.

**Materials and Methods:** A total of 665 Nasal swabs were collected from domestic and imported dromedary camels between 2017 and 2018. Extracted viral RNA was screened for IAV by RT-PCR and positive samples were sequenced to identify potential IAV in camels in comparison to available sequences in the GenBank database.

**Results:** Of the 665 samples, 11 samples (1.7%) were positive for IAV, and five samples were used for partial sequencing which confirmed IAV circulation in dromedary camels. Partial sequencing also suggested circulation of H3N8 subtype in which sequences of full gene segments from these viruses were analyzed to further characterize these viruses.

**Discussion and Conclusion:** While the number of detected IAV in this study is limited (11/665, 1.7%), our data for the first time clearly show that dromedary camels could represent a potential host and zoonotic source of IAV. This work also highlights the importance of enhancing influenza surveillance in camels as well as other animal species to elucidate their possible role in influenza transmission and to better understand the epidemiology of influenza.
